Supplemental figure 3. Transcript sequences of the candidate gene Sobic.006G147400 obtained from Sanger sequencing (top) and from Phytozome (bottom). The first exon of the Sobic.006G147400 transcript sequence available on Phytozome contains a 39 nucleotide deletion because those bases were misannoted as an intron, likely because of the stop codon mutation (at 115 nt) in BTx623.
Supplemental figure 5. Phylogenetic relationships of SbNAC_D to (A)
SbNAC_D paralogs in the sorghum genome and (B) SbNAC_D orthologs in other plant species. Relationships were inferred using the Neighbor-Joining method (Jones et al., 1992) . All positions containing gaps and missing data were eliminated. Evolutionary analyses were conducted in MEGA7 (Kumar et al., 2016) .
Supplemental figure 6. Phylogenetic relationships of SbNAC_D homologs in grasses to NAC-family VND genes involved in vascular differentiation and NACfamily genes involved in senescence. Relationships were inferred using the Neighbor-Joining method (Jones et al, 1992) . All positions containing gaps and missing data were eliminated. Evolutionary analyses were conducted in MEGA7 (Kumar et al, 2016) .
Supplemental figure 7. Expression of genes in the NAC_D QTL interval during the development of internodes of R07020 stems: (A) Sobic.006g147450, (B) Sobic.006g147500, (C) Sobic.006g147600, (D) Sobic.006g147800, (E) Sobic.006g147900, (F) Sobic.006g148000. Internodes were numbered from the apex of the plant downward. Whole internodes were collected from the top two nacent, unelongated internodes below the shoot apex (int1, int2). The next internodes (int3) was elongating and was sectioned into five 1-cm sections from the top down (int3-X). Internode 4 was also divided into 1-cm sections (int4-X). Adjacent pairs of sections from internode 4 were averaged for simplicity and since their expression values were very similar. From internode 5 (int5), internode 6 (int6), and internode 7 (int7), the top 2 cm and the bottom 2 cm of each internode were collected. Expression of the genes in the NAC_D QTL interval was not well correlated with AER formation. Relative expression was calculated via the 2^-ΔΔCt method relative to the internode section with the highest expression (Pfaffl et al., 2004) . Expression values are the average of 3 biological replicates. Fold change in expression between the minimum and maximum values on the y axis were calculated based on SbUBC normalized values according to FC = 2 ΔCt(max)-ΔCt(min) . No expression could be detected from Sobic.006g147700 in R07020 tissues. 
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